}Jl;l iprotkB Entry name organism [full name |oglcnacscore oglcnac phosphorylation sites PMIDS |sequence intracellular |extracellular [cytosol [nucleus jmitochndrion | .. | golgi plasma fextrac
sites reticulum |apparatus membrane [region
A2AHJ4 BRWD3 _MOUSE Mus Bromodomain |26.088944 S264;T279|S693;S884;S885;S1574;S1576;S176 |30016717 MAAAPTQIEAELYYLIARFLQSGPCN [None None None [None None None None None None
musculus |and WD 0 KSAQVLVQELEEHQLIPRRLDWEGK
repeat- EHRRSFEDLVAANAHIPPDYLLKICE
containing RIGPLLDKEIPQSVPGVQTLLGVGRQ
protein 3 SLLRDAKDCKSTLWNGSAFAALHRG

RPPELPVNYVKPPNVVNITSARQLTG
CSRFSHVFPSSAYQHIKMHKRILGH
LSSVYCVAFDRSGRRIFTGSDDCLVK
[WATDDGRLLATLRGHSAEISDMAV
NYENTLIAAGSCDKVVRVWCLRTCA
PVAVLQGHSASITSIQFCPSTKGTTR
YLTSTGADGTICFWQWHVKTMKFR
DRPVKFTERSRPGVQISCSSFSSGG
MFITTGSTDHVIRIYYLGSEIPEKIAE
LESHTDKVVAVQFCNNGDSLRFVSG
SRDGTARIWQYQQQEWKSIVLDMAT
KMSGNNLTSAEDKVTKLKVTMVAW
DRYDTTVITAVNNFLLKVWNSVTGQ
LLHTLSGHDDEVFVLEAHPFDQRIIL
SAGHDGNIFIWDLDRGTKIRNYFNM
IEGQGHGAVFDCKFSPDGNHFACTD
SHGHLLLFGFGCSKYYEKIPDQMFF
HTDYRPLIRDANNYVLDEQTQQAPH
LMPPPFLVDVDGNPHPTKFQRLVPG
RENCKDEQLIPQLGYVANGDGEVVE
QVIGQQTNDQEESILDGITRELQREQ
DLRLINEGDVPHFPINRSYSVNGALS
SPNMDIPSSPNIGLRRSGQIEGVRQ
MHNNAPRSQMATERDLMAWSRRV
VVNELNSGVSRVQEECRNAKGDLE
VSLYTVEKKKKPSYPIQRNDYQPSCG
RSLRRTQRKRQHTYLTRSNIEHNSQ
IASSQTSGVQEDSDSSSEEDETVGTS
DASVEDPVVEWQSESSSSDSSSEYS
DWIADAGINLQPPKRQTRQATQKIYS
SSEDENLKLEDRQKKPKQTKKKKGG
LVSMAGEPNEEWLAPQWILDTIPRR
SPFVPQMGDELIYFRQGHEAYVRAV
RKSKIYSVNLQKQPWNKMDLREQE
FVKIVGIKYEIGPPTLCCLKLAFLDPIS
GKMTGESFSIKYHDMPDVIDFLVLH
QFYNEAKERNWQIGDRFRSIIDDAW
WFGTVESQQPFQPEYPDSSFQCYSV
HWDNNEREKMSPWDMEPIPDGTA
FPDEVGAGIPVSQEELTALLYKPQEG
EWGAHSRDEECERVIQGINNLLSLD
FASPFAVPVDLSAYPLYCTVVAYPTD
LNTIKQRLENRFYRRISALMWEVRYI
EHNARTFNEPDSPIVKAAKIVTDVLL
RFIGDQSCSDILDTYNKIKAEDPDSS
DLEEDSEMVDLDSDGPGTSSGRRAK
CRGRRQSLKCNPDAWKKQCEELLS
LIYEREDSEPFRQPADPQSYPVQQQ
QEGESSQSVPPDRQDPSLSEDYQDG
IDTPMDFSTVKETLESGNYDSPLEFY
KDVRQIFSNSKAYTSNKKSRIYSMTL
RLSALFENHIKNIISDYKSAIQSQKRR
RPRYRKRLRSSSSSLSSSRAPSPKGK
QKQMKLQPKNDQNTSVAYARTSSP
FSSPVSDAAEGVSLYLLDDEGDGPF
SPSSFSGYSRSGNSHDPGKAKSFRN
RVLPAKQDHSLDGPLTNVDGREPRT
GAKRKLLSASEEDESMGGEEKEMK
ETKEQVHLSSSESGELGSSLSSESTS
GSDSDSESTSRTDQDYVDGDHDYSK
FIQTRPKRKLRKQHTNGKRNWKTR
GTGGRGRWGRWGRWSRGGRGRGG
RGRGGRGRGGGGGRGRGRGRGGR
GASRGSSRAKRARVADDEFDTMFSG
RFSRLPRIKTRNQGRRTVLYNDDSD
NDNFVSTEDPLNLGTSRSGRVRKM
TEKARVSHLMGWNY




